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Abstract
Background: The G-protein-coupled receptor (GPCR) family represents the largest and most
important group of targets for chemotherapeutics. They are extremely versatile receptors that
transduce signals as diverse as biogenic amines, purins, odorants, ions and pheromones from the
extracellular compartment to the interior via biochemical processes involving GTP-binding
proteins. Until recently, the cyclic AMP receptors (cARs) were the only known G protein coupled
receptors in Dictyostelium discoideum. The completed genome sequence revealed the presence of
several families of GPCRs in Dictyostelium, among them members of the family 3 of GPCRs, the
GABAB/glutamate like receptor family, which in higher eukaryotes is involved in neuronal signaling.
Results: D. discoideum has seventeen Family 3 members of GPCRs, denoted GrlA through GrlR.
Their transcripts are detected throughout development with increased levels during early and late
development. We have examined here GrlJ. GFP-tagged GrlJ localises to the plasmamembrane and
to internal membranes. Inactivation of the grlJ gene leads to precocious development, and the
mutant completes development ~6 hours earlier. Alterations were also noted at the slug stage and
in spore formation. grlJ- slugs were longer and broke apart several times on their way to culmination
forming smaller but proportionate fruiting bodies. Spores from grlJ- fruiting bodies were malformed
and less viable, although the spore differentiation factors were synthesized and sensed normally.
Expression of a GFP-tagged full length GrlJ rescued the phenotype.
Conclusion: Our data suggest that GrlJ acts at several stages of Dictyostelium development and
that it is a negative regulator in Dictyostelium development.
Background
The seven-transmembrane spanning G protein-coupled
receptors (GPCRs) represent a major group of cell-surface
detectors and constitute 3.5 % of the genome in verte-
brates [1]. They play a key role in the physiology of multi-
cellular organisms as they transduce a broad variety of
extracellular signals into the cell. Of the 1000 genes
thought to encode GPCRs in humans, about 300–400
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mediate effects by endogeneous ligands, with the remain-
der being sensory receptors. GPCRs can be grouped into
six families based on the sequence similarity of their com-
mon heptahelical domain (7TM). Four of the families are
present in Dictyostelium discoideum.
D. discoideum, a soil-living amoeba feeds on bacteria in
decaying vegetation and reproduces by binary fission.
Growing amoebae chemotax toward folic acid and other
nutrients, whereas starved cells aggregate by chemotaxis
toward cAMP. cAMP is sensed by cAMP-receptors, which
form an unusual family of GPCRs [2]. Signalling via cARs
is mediated by Gα2, one of the 14 Gα proteins of D. dis-
coideum, however, many cAMP responses are also inde-
pendent of G proteins [3]. Several other signaling
molecules such as cell density factors, folate and related
pterins, LPA (lysophosphatidic acid), PSF (prestarvation
factor), CF (conditioned media factor), small metabolites
and numerous small peptides are known to be acting via
GPCRs as well [4,5]. Their receptors have not been identi-
fied so far.
The family 3 (or C) of GPCRs contains receptors for a wide
range of signals: for the main neurotransmitters glutamate
and γ-aminobutyric acid, for Ca2+, for sweet and amino
acid taste compounds, for pheromones and for odorants.
Accordingly they fall into six groups, the metabotropic
glutamate receptors, the Ca2+-sensing receptors, the γ-ami-
nobutyric acidB receptors, the pheromone receptors, the
sweet and amino acid receptors and the orphan family 3
receptors. They possess a seven transmembrane domain
(HD or 7TM) responsible for G-protein activation, and a
large extracellular domain responsible for ligand binding.
This domain is similar to bacterial periplasmic proteins
that are involved in the transport of small molecules, and
is called Venus Flytrap module (VFTM). The metabotropic
GABAB/glutamate like receptor family was considered ani-
mal-specific and was not found outside the metazoan
branch until the Dictyostelium  genome was sequenced
[2,6,7]. Altogether, 17 genes encoding GABAB like recep-
tors were identified based on the homology of the HD.
They are named GrlA through GrlR (GABAB or metabo-
tropic glutamate – receptors like) proteins (Dale Hereld,
Dictyostelium Genomics, 2005).
In the present study we undertook an investigation of
GrlJ, located on chromosome 2 [6]. GrlJ is expressed
throughout growth and development with a strong
increase in development. It has a crucial role at several
stages of development leading to precocious develop-
ment, the formation of longer slugs that break apart sev-
eral times while migrating and to the production of spores
that have an abnormal morphology and exhibit reduced
viability.
Results
Dictyostelium family 3 of GPCRs
The Dictyostelium  genome possesses 17 genes encoding
receptors belonging to the Family 3 of GPCRs and all of
them resemble GABAB or metabotropic glutamate like-
receptors [2]. They are represented as Grl (metabotropic
GABAB or glutamate – receptor like) proteins. Grl encod-
ing genes are present on all chromosomes. Some of them
such as GrlA, B and O are close together. Their molecular
masses range from 78.000 for GrlL to 181.000 for GrlR.
However most of them have masses below 100.000 and
only GrlP, Q and R are significantly larger. The increase in
mass is mainly due to an extended N-terminal region.
Most of them have a signalpeptide and a BMP (basic
membrane protein) domain in their amino terminal
region, a domain which was first found in outer mem-
brane proteins of bacteria, and which is similar to the
VFTM that forms the ligand binding site in the N-termini
of metabotropic GPCRs [8]. Exceptions are GrlE, N, P, Q
and R (Table 1). The N-terminal region of GrlE has
homology to the mouse and the Dorsophila  glutamate
receptor and was identified as a true GABA receptor in D.
discoideum [9,10]. GrlP, Q and R have a region of homol-
ogy with Chlamydia polymorphic membrane protein in
their amino terminal sequences.
In a phylogenetic tree that was constructed using the full
length sequences of all Grl receptors three major clusters
were formed, consisting of GrlA, B, F, J in one group, GrlP,
Q, R forming the second and GrlC, D, G, H, K and M
forming the third and largest one. Four of the Grls (GrlO,
GrlE, GrlN and GrlL) diverted out separately (Fig. 1).
When analysing the transcript levels of all Grls through-
out the developmental stages by semiquantitative RT-PCR
analysis we detected the transcripts for all genes at all
times. We found increased levels from early aggregation
(GrlA, D, E, J, M, N, Q) or the tight aggregation stage
onward (GrlB, C, F, G, H, K, L, O, P, R), when the contact
site A is expressed. The levels stayed high during late
development and transcripts were clearly present at t24
when fruiting body formation is close to completion.
GrlA transcripts were still quite abundant at this stage
(Table 2). Additionally we quantified the mRNA amounts
for GrlJ using the actin mRNA for comparison. We found
that the GrlJ message is of very low abundance throughout
development ranging from 2.8 to 11.1 pg, whereas for
actin we obtained amounts between 382 and 605 pg in
these samples (Table 3).
GrlJ is a 783 amino acid containing protein possessing a
typical signal sequence for secretion followed by a Bmp
(Basic membrane protein) domain and a seven trans-
membrane domain. The fold of the Bmp domain is simi-
lar to the fold of the bacterial periplasmic binding
proteins (PBP) which function in scavenging or sensingBMC Developmental Biology 2007, 7:44 http://www.biomedcentral.com/1471-213X/7/44
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nutrients in the environment [11]. Sequences coding for
PBP domains can occur in combination with diverse
sequences coding for integral membrane domains. In 7
transmembrane receptors they act as the extracellular lig-
and binding site such as in the Glutamate/glycine gated
channels, metabotropic glutamate/GABAB, Ca2+sensing,
pheromone and atrial natriuretic peptide-receptors [12].
While the full length sequence of GrlJ appears closer to
GABAB receptors than other characterised members of the
family 3, a detailed analysis revealed that the similarity
was pertaining specifically to the transmembrane regions
(Fig. 2A–C). GrlJ clustered more closely to the GABABR2
subtypes in a phylogentic analysis that was performed
with only the transmembrane domains (Fig. 2D). 13
members of the Dictyostelium Family 3 GPCRs share this
domain organisation with GrlJ. GrlN, P, Q and R are dif-
ferent (Table 1).
Subcellular localisation of GrlJ
The subcellular localisation of GrlJ was studied by express-
ing a full-length GrlJ-GFP fusion protein. The expression
of the fusion protein was under control of the actin15 pro-
moter which is a strong promoter and will lead to an over-
expression. GrlJ-GFP was present at the plasma
membrane, the majority of the protein was however
found on internal structures. At the plasma membrane
GrlJ-GFP overlapped to a good extent with Annexin C1, a
protein present at the plasma membrane and at internal
membranes [13,14]. In the cell there was partial colocali-
sation with interaptin, a protein found at the nuclear
envelope and the ER [15] (Fig. 3A). We also monitored for
colocalisation of GrlJ-GFP with antibodies against VatA,
which is present on endosomal membranes and the con-
tractile vacuole of D. discoideum (A subunit of vacuolar
ATPase) [16], lysosomal antigen (mannose-6-sulfate con-
taining carbohydrate epitope present in lysosomal
enzymes) [17]], and Vacuolin [18], a protein on post lys-
osomal vacuoles. However, we did not note colocalisation
with any of these proteins (data not shown). The presence
of GrlJ-GFP on ER- and Golgi-membranes may may reflect
the transport pathway of the protein towards the plasma
membrane. An analysis of the GrlJ-GFP localisation dur-
ing development (6 h and 16 h) did not indicate changes
in its subcellular distribution (data not shown). Western
blot analysis of subcellular fractions of GrlJ-GFP express-
ing cells supported a membrane association as GrlJ-GFP
was exclusively present in the 100.000 g pellet like the
Golgi component comitin (Fig. 3B).
GrlJ gene disruption and mutant behaviour
To gain insight into the in vivo functions of GrlJ, mutants
carrying a disruption of the grlJ gene were generated (Fig.
4). Growth of grlJ-  was not affected and the mutant
reached slightly higher cell densities when grown in sus-
pension culture in axenic medium as compared to the
wild type A×2 (Fig. 5). On a lawn of Klebsiella aerogenes
growth was comparable. Cytokinesis and cell size were
unaltered in the mutant as well.
As GrlJ is expressed throughout the development with a
induction of the expression at later developmental stages
we studied whether its loss affects development of the
mutant. Starvation was carried out on phosphate agar
plates. grlJ- cells aggregated well and formed mounds sim-
ilar to the wild type cells but exhibited an accelerated
Table 1: The Grl protein family in D. discoideum.
Grl Chrom Position- Length AA kDa BMP Signalpeptide
A 2 765675..769136 798 89.6 + +
B 2 762281..765560 755 84.1 + +
C 3 5788981..5792462 800 89.5 + +
D 4 5037360..5040807 791 87.7 + +
E 6 173112..176678 816 89.8 - +
F 3 5486880..5490291 770 86.4 + +
G 2 1727422..1730803 772 86.3 + +
H 3 5785001..5788349 764 84.8 + +
J 2 1586617..1590412 783 87.5 + +
K 1 2668008..2671080 704 78.3 + -
L 3 4210326..4213465 708 78.0 + +
M 4 4777729..4781050 749 82.6 + +
N 4 1197650..1201654 891 100.6 -1 -
O 2 758954..762730 819 92.6 + -
P 5 4985774..4992939 1407 155.8 -2 -
Q 5 758954..762730 1095 124.5 -2 -
R 5 553899..560973 1604 181 -2 -
1GrlN habors an additional predicted transmembrane domain in its N-terminal region.2GrlP, Q and R have long N-termini which have a region of 
homology with Chlamydia polymorphic membrane protein.BMC Developmental Biology 2007, 7:44 http://www.biomedcentral.com/1471-213X/7/44
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development after the aggregation stage and slugs were
formed at 12 h, culminated at 16 h and formed relatively
smaller fruiting bodies within 18 to 20 h (Fig. 6). The
expression pattern of cell-type specific developmental
markers confirmed these observations. The pattern of
transcription for the early aggregation specific genes car1
and acaA was similar in wild type and mutant. There was
however an accelerated expression of the prestalk specific
gene ecmB and another prestalk specific gene, carB (car2),
whereas the levels of ecmA and the prespore specific pspA
transcripts were timely (Fig. 7A). The different regulation
of prestalk specific genes may be explained by the findings
that they are regulated by different transcription factors
[19]. We also tested aggregation in monolayer and
observed timely formation of aggregation centres with
thick streams for grlJ- comparable to the wild type cells
(data not shown). Expression of GrlJ-GFP in the mutant
led to normal progression during development (Fig. 6).
The chemotactic response to folate in D. discoideum
requires G-proteins and is expected to be mediated by a
yet unidentified GPCR. When we tested GrlJ null cells they
responded normally to folate both during growth and
development.
Premature expression of adhesion proteins in grlJ-
Dictyostelium multicellularity is maintained by expression
of several cell adhesion systems. During the initiation of
development, DdCAD-1 (gp24), a small, secreted glyco-
protein, mediates EDTA-sensitive cell-cell adhesion
[20,21]. At the onset of aggregation, expression of contact
sites A (csA)/gp80 leads to EDTA-resistant cell-cell adhe-
sion [22,23], and gp150/LagC mediates EDTA-resistant
cell-cell adhesion in the post-aggregation stages [24,25].
The temporal regulation of expression was not altered in
the GrlJ- strain. DdCAD-1 was expressed throughout the
developmental timecourse followed by csA at the onset of
starvation and LagC. For csA and LagC we noticed how-
ever comparatively higher levels at the onset of aggrega-
tion (4 h time point) (Fig. 8). These observations may be
explained by data from csA mutant analysis that suggested
that the expression of one cell adhesion molecule is cou-
pled to the transcriptional control of another [25]. The
time point of early aggregation was not noticeably altered
in GrlJ-.
Post-aggregation events in grlJ-
During post-aggregative development D. discoideum cells
undergo characteristic changes and differentiate into dif-
ferent cell types which sort to specific regions in the mul-
ticellular organism. We also generated A×2 and grlJ  -
strains carrying plasmids that allowed the expression of
the β-galactosidase gene under the control of the ecmO
and pspA promoter (pspA-Gal, ecmO-Gal) to study pattern
formation during development. The EcmO promoter is
active in a subpopulation of the prestalk cells, pspA is a
well characterised prespore specific marker [26]. We did
not note significant differences in the staining pattern of
the β-galactosidase driven by either promoter between the
mutant and wild-type strains pointing at the defect in the
timing of the expression of the developmental markers
but not in pattern formation (Fig. 7B).
grlJ- forms longer slugs that break apart during migration
Dictyostelium slugs migrate until they find a favourable
condition to culminate. The prestalk cells are compara-
Phylogenetic tree of the GABAB receptor-like proteins (Grl)  in D. discoideum Figure 1
Phylogenetic tree of the GABAB receptor-like pro-
teins (Grl) in D. discoideum. The dendrogram was con-
structed with ClustalX using the sequence information of all 
Grls in the Dictyostelium database, the image was generated 
with the TreeView programme. Bar, 0.1, represents the phy-
logenetic distance (percentage of divergence divided by 100).BMC Developmental Biology 2007, 7:44 http://www.biomedcentral.com/1471-213X/7/44
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tively more motile than the prespore cells and they form
the tip of the slug acting as a signalling centre and organ-
iser [27]. A very high level of interaction and coordination
occurs between the two cell types in the migrating slugs
and they have to make a coordinated decision about the
right time to stop migration and start culmination [28].
The grlJ- strain produced slightly longer slugs (Fig. 9A),
which could sense light and phototax. However, they did
not migrate as far as wild type slugs and migrated with a
wider angle towards the light (59° +/-12) in comparison
to the wild type (27° +/-9). Furthermore, we observed the
breaking up of slugs in the grlJ- strain, which is clearly
viewed in the enlarged version indicated by the arrows
pointing towards the breaks just in the path of one migrat-
ing slug (Fig. 9B). This pattern was observed for most of
the slugs traced. We applied live cell microscopy wherein
we captured time-lapse images of the grlJ- development
and compared it with the wild-type development (Fig.
10A,B). The slugs indeed broke several times on their way
while migrating.
Defective sporulation in grlJ-
Sporulation is a tightly controlled process that involves
cell-type differentiation with morphogenesis wherein the
prespore cells appear early in development and progres-
sively accumulate components of the spore coat in pre-
spore vesicles which are secreted to assemble the spore
coat during encapsulation [29]. Most of the strains that
complete development faster produce abnormal spores
with reduced viability [30]. Because lack of GrlJ resulted in
precocious development following mound formation we
studied the spore morphology by staining spores with cal-
cofluor, a fluorescent compound that selectively binds to
cellulose present in the spore coat. A×2 cells produced
well-elongated slightly banana-shaped spores, whereas
35–40% of grlJ- spores were round or misshaped. The
abnormality in the spore morphology was complemented
by the expression of GrlJ-GFP in the mutant (Fig. 11).
The spore viability in the mutants was analysed and com-
pared with A×2 wild type by plating equal amounts of
axenically growing cells on phosphate agar plates and
allowing them to develop for 48 hours until spore forma-
tion was complete. Spores were harvested and counted to
determine the number of spores produced in comparison
to the initial number of cells plated. Additionally deter-
gent resistance was checked. The wild type cells showed
recovery of 135 % spores from the cells initially plated
Table 3: GrlJ mRNA quantification as determined by Real-Time 
RT-PCR (qRT-PCR)
Time points (h) GrlJ (pg) GrlJ 
(relative levels)1
Actin control 
(pg)
0 h 4.0 1 502
4 h 2.8 0.85 412
8 h 3.6 1.18 382
12 h 9.9 2.30 539
16 h 10.8 2.25 605
20 h 11.1 2.85 487
RNA was isolated from various developmental stages (given in hours). 
1The relative levels of GrlJ during development were determined 
assuming that the level of the actin message is constant throughout 
development. The level of GrlJ at the 0 hour time point was arbitrarily 
set to 1.
Table 2: Expression of grl genes during growth and development.
Grl 0 hrs 4 hrs 8 hrs 12 hrs 14 hrs 18 hrs 24 hrs
A + + ++ +++ +++ +++ ++
B +/- + + +++ ++ ++ +
C + + + +++ ++ ++ +
D + + ++ +++ +++ ++ +
E ++ + + + + + ++
F +++ + + + +++
G + + ++ ++ + +
H +++ + + + + + + +
J + + ++ ++ ++ ++ +
K + / -+ ++ ++ + +
L + + + +++ ++ ++ +
M +/- + ++ +++ +++ +++ +
N + + ++ ++ ++ ++ +
O +++ + + + + + + +
P +/- +/- + +++ + ++ +
Q ++ + + + + + + + + + +
R +/- + + +++ ++ ++ +
A summary of results from RT-PCR is shown. Respective Grls are indicated in the left column and hours of development in the top row. Key: +++: 
strong band; ++: clear band; +: weak band; +/-: hardly detectable; -: no expression detected. The measurements were done in a qualitative RT-PCR 
as described in Methods.BMC Developmental Biology 2007, 7:44 http://www.biomedcentral.com/1471-213X/7/44
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(A) Schematic representation of GrlJ Figure 2
(A) Schematic representation of GrlJ. The conserved domain database [51] and SMART [52] was used to predict con-
served domains for the protein sequence and drawn to scale. Bmp, basic membrane protein; 7TMD, seven transmmembrane 
domain. (B) Hydropathy analysis of GrlJ. The putative transmembrane regions (amino acid residues 375–638) were used to 
deduce the hydrophobicity of GrlJ using the TMpred programme [53]. Positive scores indicate a membrane spanning potential 
which predicted the presence of 7 transmembrane regions (TM1, TM2, TM3, TM4, TM5, TM6, TM7). (C) Phylogenetic tree 
of Dictyostelium GrlJ and metabotropic GABAB and glutamate receptors from other eukaryotes. A CLUSTALX 
alignment of the full length sequence of Dictyostelium GrlJ and selected GABAB and glutamate receptors from other organisms 
was applied to the TreeView program to obtain a phylogenetic tree. The scale bar indicates 10% divergence. The proposed 
names were used for the Dictyostelium receptors and UniProt identifiers for the receptors from other organisms. C.e.: 
Caenorhabditis elegans; H.s.: Homo sapiens, D.m.: Drosophila melanogaster, G.c: Geodia cydonium. (D) Phylogenetic tree of the 
transmembrane regions of Dictyostelium GrlJ and metabotropic GABAB receptors from other eukaryotes. 
Analysis of the transmembrane regions of the respective genes was carried out as described above applying the CLUSTALX 
and TreeView programme. Scale bar, 10% divergence.
Bmp 7TMD Bmp 7TMD
A
B
D
CBMC Developmental Biology 2007, 7:44 http://www.biomedcentral.com/1471-213X/7/44
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and they were all viable and resistant to detergent treat-
ment. grlJ - also produced spores comparable to the wild
type spores (144 %) per cells originally plated. However,
fewer spores were viable in grlJ - (~30 % reduction) and
they were comparatively more sensitive to detergent treat-
ment. This defect in the viability could be rescued by
expressing GrlJ-GFP in grlJ - cells (Table 4).
Spore formation is controlled by two peptides, spore dif-
ferentiation  factor 1 and 2 (SDF-1 and SDF-2). SDF-1
accumulates during the slug stage and is released in a sin-
gle burst at the onset of culmination, whereas SDF-2 is
released at the mid-culmination stage also in a single
burst [31]. We assayed for the production of SDF-1 and
SDF-2 in grlJ- and found that it not only produced compa-
rable levels of both factors but also responded to these fac-
tors by inducing sporulation as in wild type (Table 5).
SDF-2 is homologous to the human diazepam binding
inhibitor (DBI) neuropeptides [32], which can bind to
GABAB  receptors. GABA and glutamate were recently
reported to be involved in the regulation of spore forma-
tion as inducer and inhibitor, respectively [9]. Both mole-
cules seem to act through GrlE, another member of the
family 3 of GPCRs, leading to the induction or inhibition
of SDF-2 formation. Some GPCRs of the family 3 form
homodimers while others form obligatory heterodimers.
The response to GABA and glutamate of GrlJ null cells was
therefore tested in a spore formation assay (Table 5). grlJ -
responded to both GABA and glutamate like the wild type
cells ruling out the possibility of being a receptor for either
signals and of forming obligatory heterodimers with GrlE.
Discussion
The  Dictyostelium  repertoire of seven transmembrane
receptors has been discussed repeatedly [7,33]. Here we
have focused specifically on the family 3 and carried out
additional analysis using all currently available data
which allowed a much more detailed description of the
proteins than had been possible before (Table 1). Our fur-
ther studies were concerned with GrlJ.
Lack of GrlJ alters the developmental pattern from the
post-aggregation stages onwards. The grlJ- strain aggregates
well and forms mounds at a fairly comparable time as the
wild type cells. There is a boost in the development ther-
eon and the grlJ-  strain forms mature fruiting bodies
before 18–20 h of starvation. The precocious develop-
ment was reflected at the protein and mRNA level of post-
aggregative genes. Previous studies have found that the
expression of post-aggregation genes is directly controlled
by the G-Box binding factor GBF [34]. The increase in the
expression level of the cell adhesion molecule LagC in the
absence of GrlJ suggests that GrlJ normally acts as a nega-
tive regulator of development possibly through down reg-
ulation of GBF activity. Precocious development has been
noted in a variety of D. discoideum mutants. Many of them
are affected in the cAMP metabolism [35], others like
DmtA, DimA and DimB code for components of the DIF
signaling pathway [36-38], or are directly involved in
spore formation [39].
Several precociously developing strains such as regA- or
rdeA- are sporogenous and end up forming spores with
abnormal morphology [40]. The rdeA null strain forms
round spores but only when the vegetative cells were
grown in the presence of glucose as carbon source [41]. In
general, precocious sporulation is mediated by an increase
in the intracellular cAMP levels or occurs in strains with an
increased PKA activity [30,42]. grlJ-  produced similar
Cellular localisation of GrlJ Figure 3
Cellular localisation of GrlJ. (A) A GFP-tagged GrlJ 
fusion protein localises to the plasma membane and 
intracellular membranes. GrlJ sequences were fused to 
GFP sequences in such a way that GFP was present at the C-
terminus of GrlJ. Shown are grlJ- cells expressing GrlJ-GFP. 
The cells were fixed with cold methanol and stained for 
annexinC1 using mAb 185-338-2 [13] or interaptin using 
mAb 260-60-10 [15]. Detection was with Cy3-labeled sec-
ondary antibody. Confocal images are shown. Bar, 10 µm. 
(B) Distribution of GrlJ-GFP in cell fractionation 
studies. grlJ- cells were lysed by sonification and the post 
nuclear supernatant separated into supernatant and pellet by 
centrifugation at 100.000 g. The proteins were separated by 
SDS-PAGE (10% acrylamide), the resulting western blot was 
probed with GFP-specific antibody K3-184-2. α-Actinin, a 
cytosolic protein, and Comitin, a membrane associated pro-
tein, were used for control [14]. L, whole cell lysate, S, 
100.000 g supernatant, P, 100.000 g pellet.BMC Developmental Biology 2007, 7:44 http://www.biomedcentral.com/1471-213X/7/44
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Generation of grlJ- strains Figure 4
Generation of grlJ- strains. (A) Targeting vector and recombination strategy. Gene disruption vector for GrlJ: The neo-
mycin resistance cassette (2.2 kb) was obtained from pDNeo2 by EcoRV digestion and cloned into the EcoRV site of the GrlJ 
gene that was present in the pGEMTeasy vector and the DNA fragment was used for transfection of A×2 cells. (B, C) Confir-
mation of the recombination event. The recombination event of grlJ- was analysed by Southern blotting. Transformants 
were selected with 4 µg/ml G418 for Neomycin resistance. Single colonies were obtained by spreader dilution of the whole 
pool of transformants onto SM agar plates overlaid with Klebsiella areogenes. Single transformants were then grown with the 
respective selection medium in a 96-well plate and eventually transferred to a 24-well plate and a 6-well plate. The amoebae 
were spread on K. aerogenes again and used to isolate genomic DNA for Southern blot analysis. The DNA was digested with 
either BglII (B) that has recognition sites in the GrlJ gene near the N terminus and 3' of the end of the gene or with EcoRI (C) 
that has recognition sites outside of the GrlJ gene. Separation of the DNA was in agarose gels (0.7 % agarose). The resulting 
blot was probed with a C-terminal probe indicated by a bar. WT, A×2; C9 and A4, two independent transformants.
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numbers of spores as A×2 wild type, they were however
less viable both with and without treatment with deter-
gent pointing to an inefficient maturation. The grlJ- cells
produced also comparable amounts of the spore differen-
tiation factors SDF-1 and SDF-2 at different culminating
stages and were also able to induce sporulation in
response to these factors. Likewise, sporulation in grlJ- in
response to GABA and glutamate was unaltered.
Our current understanding of GrlJ suggests a role in events
pertaining to post-aggregation development in Dictyostel-
ium as a negative regulator of development. GrlJ is not
involved in GABA, glutamate or folate mediated signal-
ling. However, there are many unexplored molecules and
secreted factors that are known to act via GPCRs and any
amongst them may be a putative ligand for the receptor
under investigation or other yet unexplored GPCRs. Such
compounds isolated from Dictyostelium are for instance
the acylated amino sugar derivatives furanodictine A and
B possessing neuronal differentiation activity in rat PC-12
cells [43]. Other interesting candidates are the acyl alpha
pyronoids having inhibitory effects on the development
of Dictyostelium [44]. However not much is known about
the mechanisms involved therein, but GrlJ can be a puta-
tive candidate receptor for any one of these compounds as
the loss of GrlJ prevents a regulatory mechanism which is
normally occuring and ensuring the correct developmen-
tal timing of morphogenetic events. In this respect GrlJ
seems to resemble its mammalian counterparts of metab-
otropic GPCRs which are involved in inhibitory signaling
in the brain.
Conclusion
GrlJ is a seven transmembrane protein belonging to the
family3 of GPCRs, that contains the GABAB/glutamate
like receptor family. In the brain GABA (gamma-amino-
butyric acid) is the principal inhibitory neurotransmitter
and signals through ionotropic and metabotropic recep-
tor systems At its N-terminus it carries a BMP-domain
which is characteristic for most of the members of this
family and is also found in the mammalian homologs.
GrlJ transcripts are present throughout Dictyostelium
development, GFP-tagged GrlJ localises to the plasma
membranes and to internal membranes in the perinuclear
area which partially overlap with ER membranes. GrlJ
deficient cells showed a precocious development indica-
tive of an inhibitory role of GrlJ during this stage of devel-
opment. Alterations were also observed during later
development and resulted in defective slug formation and
Development on phosphate agar plates Figure 6
Development on phosphate agar plates. Axenically 
grown cells (A×2, grlJ- and grlJ- expressing GrlJ-GFP) were 
plated at a density of 5 × 106 cells/cm2 and were monitored 
throughout development. Images were captured every 4 
hours using a stereomicroscope. The mutant develops faster 
after the aggregation stage and forms slugs already after 12 
hours of development. Reexpression of GrlJ-GFP in grlJ- 
restored the development. Bar, 1 mm.
Mutant analysis Figure 5
Mutant analysis. Growth in axenic medium. Log phase 
wild type and mutant cells were inoculated in equal volume 
of medium at a density of 2 × 105 cells/ml and grown at 21°C 
with shaking at 160 rpm. Cell numbers were determined at 
different time points. At the time point 100 hours both 
strains had reached the stationary phase.
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altered spore viabilty. We propose that GrlJ is an impor-
tant regulator of Dictyostelium development.
Methods
Dictyostelium cell culture, vector construction and 
mutant isolation
Dictyostelium wild type and mutant cells were cultured as
described in [14]. For generation of the gene disruption
vector, the Neomycin resistance cassette was retrieved as
an EcoRV fragment from pDNeo2 [45] and inserted into
the EcoRV site of a genomic clone encoding the GrlJ gene.
Screening of the transformants was carried out using a
PCR approach [46], confirmation was done by Southern
blot analysis. Rescue experiments were carried out with a
vector encoding blasticidin resistance which allowed
expression of full length GrlJ carrying GFP at its C-termi-
nus under control of the actin15 promoter (generously
provided by R. Blau-Wasser).
RNA isolation and quantitation, northern blotting
Total RNA was extracted from A×2 and grlJ- at different
developmental stages or from different assay conditions
using the Qiagen RNeasy Mini kit. The manufacturer's
protocol for the isolation of RNA from the cytoplasm of
animal cells was used for preparation. The RNA samples
were used directly for northern blot analysis or after
reverse transcription for RT-PCR (Real-Time PCR). cDNA
was generated using the M-MLV reverse transcriptase,
RNAse H minus (Roche) according to the manufacturers
protocol. Usually 1–5 µg of the respective total RNA was
used for each RT reaction. cDNAs generated were used as
Expression of cell adhesion molecules in grlJ- Figure 8
Expression of cell adhesion molecules in grlJ-. Protein 
samples were obtained at different time points during vegeta-
tive growth and development from A×2 cells and grlJ- 
mutants. The equivalent of 2 × 105 cells was loaded per lane. 
They were separated by SDS-PAGE and transferred to nitro-
cellulose using tank blotting. The blots were then probed 
with polyclonal antibodies specific for DdCAD-1 or gp-150 
(LagC) [21,23]. csA was recognized by mAb 33-294-17 [22]. 
Whereas DdCAD-1 expression was not affected, csA and 
LagC were expressed earlier. For control the blots were 
probed for actin.
(A) Prespore and prestalk specific gene expression is altered  in grlJ- Total RNA was isolated from A×2 and grlJ- at the indi- cated time points Figure 7
(A) Prespore and prestalk specific gene expression is 
altered in grlJ-. Total RNA was isolated from A×2 and grlJ- 
at the indicated time points. 20 µg RNA were separated on 
1.2 % agarose gels under denaturing conditions (6% formal-
dehyde) and transferred to membranes as described [54]. 
cDNA probes specific for the indicated transcripts were 
used for hybridisation. A CAP cDNA probe was used as a 
control. The CAP specific message shows an increase during 
early aggregation and then returns to the level of growing 
cells [55]. Additionally, RNA from the above time course 
experiment was used to generate single stranded cDNA (see 
Methods) and RT-PCR was carried out for analysis of the 
expression of the stalk specific gene carB (cyclic AMP recep-
tor 2). The actin8 gene was amplified as a control. (B) The 
grlJ- strain has no pattern formation defect. grlJ- cells 
were transfected using electroporation with the ecmB-Gal 
and pspA(D19)-Gal plasmids separately. The transformants 
were selected with 4 µg/ml G418 and 3 µg/ml of blasticidin. 
Single colonies were obtained by replica plating and they 
were developed on a nitrocellulose filter until the slug and 
culminant stages and then processed for LacZ expression as 
described [50]. Bar, 200 µm.BMC Developmental Biology 2007, 7:44 http://www.biomedcentral.com/1471-213X/7/44
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a template to carry out PCR with the respective gene spe-
cific primers. Primers were chosen using a freely available
progam [46]. For quantitative Real-Time PCR primers
were selected such that the expected product size was
between 250–500 bp. Prior to use in Real-Time PCR
experiments the quality of the cDNA and the primers were
tested by PCR. Real-Time PCR was carried out with the
QuantiTect SYBR green PCR kit (Qiagen) according to the
manufacturer's protocol. For each sample gene specific
primers (10 pmole) and 1 µl of cDNA were used. As a
quantification standard defined concentrations (10 ng, 1
ng, 100 pg, 10 pg and 1 pg) of GrlJ's C-terminal gene
sequences in pGEMTeasy were used. The experiments
were carried out using an Opticon Real-Time PCR
machine. Calculations were done using the delta-delta CT
method. Actin specific primers were used as positive con-
trol and to ensure comparable concentrations of cDNA in
samples of wild type and mutant cells. For comparative
analysis of the transcript levels of all Grls, a semiquantita-
tive Real-Time PCR analysis was carried out. Equal
amounts of cDNA were used for all experiments and PCR
was carried out for 25 cycles. This allowed a comparison
of the relative transcript levels of all Grls. Northern blot
analysis was carried out using total RNA isolated at differ-
ent time points [47].
Development on phosphate-agar or water agar plates
Cells at a density of 2–3 × 106 cells/ml were washed twice
with Soerensen phosphate buffer, pH 6.0 [47]. 5 × 107
(A) Movie clips from developing wild type A×2 cells Figure 10
(A) Movie clips from developing wild type A×2 cells. 
The images shown in the figure are still images taken from a 
series of frames during the slug migration stage. 1, 2, 3, 4, 5 
and 6 represent the frames selected that display slug migra-
tion. Red arrows indicate the rear portion of the slug under 
investigation whereas the yellow arrow points to the region 
after the slug has migrated. The arrows depict the migration 
of a single representative slug. (B) Movie clips from devel-
oping grlJ- slugs. The images shown are still images taken 
from a series of frames during the slug migration stage. 1, 2, 
3, 4, 5 and 6, 7, 8 and 9 represent the frames selected that 
display slug migration. Red arrows in all the frames indicate 
the portion of slug that was left behind whereas green 
arrows signify the rear end of the slug after it had left behind 
the first portion and yellow arrows depict the new breaking 
point. All the arrows show the slug breaking phenomenon of 
one representative slug.
A
B
(A) The grlJ- strain shows alterations at the slug stage Figure 9
(A) The grlJ- strain shows alterations at the slug stage. 
For determination of the slug size, slugs were photographed 
with an inverted stereomicroscope and around 50 slugs per 
strain were marked with the DISKUS software program that 
allowed measuring uneven objects. p value, ≤ 0.005. (B) Slug 
migration during phototaxis. A×2 and grlJ- cells were har-
vested and used for a phototaxis experiment. Both strains 
formed slugs phototaxing towards the light source. Figure Ia 
depicts the enlarged version of the box in I, which shows the 
path of the migrating A×2 slugs. IIa is an enlarged portion of 
the box in II which displays the pattern of slug movements in 
grlJ-. As clearly indicated by the red arrows, the grlJ- slug 
broke several times on its way. Bar, 1 cm.
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cells were then resuspended in 1 ml Soerensen phosphate
buffer and evenly distributed onto a phosphate-buffered
agar plate (9 cm in diameter) and incubated at 21°C. Dif-
ferent stages of development were observed and the
images were captured using a stereomicroscope at the
indicated time points.
Phototaxis [48]
Axenically growing cells were harvested by centrifugation
at 2000 rpm for 2 minutes and washed twice in water
before placing 106 cells each on 1% water agar plates. The
plates were incubated in a petridish storage containers
(thermocool box with walls painted completely black
from within) containing a vertical 3 mm wide perforation
along the length of the container in constant subdued
light for 48 hours at 22°C. The slime trails left behind the
migrating slugs were blotted onto nitrocellulose mem-
branes and stained with 0.1% amido black in 25% isopro-
panol and 10% acetic acid (staining solution) for 10
minutes, destained in 25% isopropanol and 10% acetic
acid and washed with water and air dried.
Spore viability assay [[49], modified]
Equal numbers (5 × 107) of cells (A×2, grlJ-) were plated
onto phosphate agar plates and spores formed at 48 h
were harvested and counted, respectively. They were then
treated with 0.5% Triton-X-100 for 15 min and diluted
with Soerensen buffer and 100 spores each were plated
onto SM agar plates in association with K. areogenes.
Detergent resistant spores were counted as the number of
plaques formed once they appeared and calculated for the
viability. The experiments were carried out in triplicates.
Spore induction assay and quantification of produced 
SDFs factors [31]
Spore induction is performed with cells taken from devel-
oping structures. 107 cells of each strain were washed and
allowed to develop on filters till they reached early to mid-
culminant stage (approximately 20 h for most strains, 16
h for grlJ-) then harvested in 1 ml cAMP buffer (without
cAMP) (10 mM MES, pH 6.5, 10 mM NaCl, 10 mM KCl,
Table 5: Induction of sporulation in grlJ-
Strains SDF-1 in sorus SDF-2 in sorus Fold induction of spore formation
SDF-1 SDF-2 GABA Glutamate
Wild-type* 103 U5 – 2 0  1 0 3 U 3 ± 0.7 3.3 ± 0.2 3.3 ± 0.2 1.2 ± 0.3
grlJ- 103 U1 0 4 U 3 ± 0.3 3.2 ± 0.4 3.2 ± 0.2 1.3 ± 0.2
Culminants of each strain were harvested and dissociated in 1 ml cAMP buffer, washed once and counted. 105 cells were plated in 6 well plates in 
the presence of the indicated factors. The proportion of spores was determined under the microscope 2 h after induction and quantified as fold 
induction in comparison to uninduced cells. * Either A×2 or A×4: A×2 was initially used for induction by SDF-1 or SDF-2 [30]. A×4 is used for all 
factors and responds like A×2 to SDF-1 and SDF-2.
Spore morphology in grlJ- Figure 11
Spore morphology in grlJ-. Spores obtained after 48 h of 
starvation from the respective strains were stained with 0.1% 
calcoflour for 10 min and observed under a fluorescent 
microscope (A). Rounded and misshaped spores were 
observed for the grlJ- strain, whereas in grlJ- expressing GrlJ-
GFP spores exhibited a normal shape as seen in the parent 
A×2. The percentage of malformed spores is indicated in the 
lower panel (B).
Table 4: Spore viability assay
Strains Harvested 
spores
Viable 
spores
Detergent 
resistant spores
A×2 135% ± 1.03 97% ± 15.7 103% ± 8.33
grlJ- 144% ± 0.68 63 % ± 6.78 44% ± 7.81
GrlJ-GFP/grlJ- 123% ± 0.57 93% ± 11.77 92% ± 11.49
Equal numbers (5 × 107) of cells were plated onto phosphate agar 
plates and allowed to develop completely until 48 hours. The spores 
were then harvested and counted. 100 spores per each strain were 
plated in association with K. aerogenes with and without treatment 
with 0.5% Triton-X-100 for 15 min. The percentage of plaques 
obtained with/without detergent and the percentage of spores 
harvested from the mutants was calculated setting the spores 
harvested from wild type cells as 100 percent. The result shown is 
from a representative experiment.BMC Developmental Biology 2007, 7:44 http://www.biomedcentral.com/1471-213X/7/44
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1 mM CaCl2. 1 mM MgSO4), centrifuged and washed
twice in 1 ml cAMP buffer. 105 cells each were plated in 6
wells plates with 2 ml cAMP buffer plus or minus various
factors: 10 nM synthetic SDF-1, 10 pM synthetic SDF-2,
100 nM GABA, 10 nM glutamate. The proportion of
spores was determined under the microscope after 1 h of
incubation for SDF-2 or GABA and 2 h for SDF-1. The fold
induction corresponds to the ratio between the level of
spores observed plus and minus factors. The amount of
SDF-1 and SDF-2 accumulated in terminal structures was
determined as previously described [31,32]. Briefly, fruit-
ing bodies corresponding to 107 cells are dissociated in 1
ml cAMP buffer. Cells are removed by two centrifugations
at 6000 rpm. Aliquots of the supernatants were incubated
with either cation (C-50) or anion (A-25) exchange resins
to trap SDF-1 and SDF-2 respectively. SDF-1 and SDF-2
activity are then determined by serial dilution on test KP
cells (strain constitutive for PKA-C) in a sporogenous
assay. One unit corresponds to the lowest dilution giving
full induction of spore formation. The number of units are
standardized as per 103 producing cells.
LacZ reporter gene expression
A×2 cells and grlJ- cells were transformed using electropo-
ration with the ecmO-Gal and pspA (D19)-Gal plasmids
separately. The transformants were selected with 4 µg/ml
G418 for wild type cells whereas additional 3 µg/ml of
blasticidin was added for grlJ- cells. Single colonies were
obtained by replica plating and they were developed on a
nitrocellulose filter until slug and culminant stages and
then processed for LacZ expression as described [50].
Miscellaneous methods
Immunofluorescence microscopy and cell fractionation
studies were done as described in [14]. For western blot
analysis of protein samples from developing cells samples
were prepared at the respective time points of Dictyostel-
ium development and separated by SDS-PAGE gels (8%,
10% or 15% respectively) were blotted on to nitrocellu-
lose membranes. They were blocked with 5 % milk in 1×
NCP and probed with different dilutions of the respective
primary antibodies and POD-conjugated secondary anti-
bodies. They were then detected by ECL (enhanced chemi-
luminescence) reactions.
Authors' contributions
Y.P. carried out this work and wrote the manuscript. A.N.
initiated the project and oversaw it at all stages, R. M. was
involved in the intial steps of this project and carried out
the transcriptional analysis of the family3 proteins in D.
discoideum. C.A. carried out part of the spore analysis. All
authors have read and approved the final manuscript.
Acknowledgements
This work was supported by the Deutsche Forschungsgemeinschaft, Köln 
Fortune and the International Graduate School for Genetics and Functional 
Genomics Cologne (YP). We thank Drs. Francisco Rivero and Ludwig 
Eichinger for fruitful discussions, Vivek Peche and Subhanjan Mondal for 
help with the figures and Rosemarie Blau-Wasser for providing the GFP 
vector. We also thank the Dictyostelium stock center for providing us with 
some valuable constructs and Dr. Siu for the LagC and Dd Cad specific anti-
bodies.
References
1. Bockaert J, Pin J: Molecular tinkering of G protein-coupled
receptors: an evolutionary success.  EMBO J 1999,
18:1723-1729.
2. Eichinger L, Pachebat JA, Glöckner G, Rajandream MA, Sucgang R,
Berriman M, Song J, Olsen R, Szafranski K, Xu Q, Tunggal B, Kummer-
feld S, Madera M, Konfortov BA, Rivero F, Bankier AT, Lehmann R,
Hamlin N, Davies R, Gaudet P, Fey P, Pilcher K, Chen G, Saunder D,
Sodergren E, Davis P, Kerhornou A, Nie X, Hall N, Anjard C, Hemp-
hill L, Bason N, Farbrother P, Desany B, Just E, Morio T, Rost R,
Churcher C, Cooper J, Haydock S, van Driessche N, Cronin A, Good-
head I, Muzny D, Mourier T, Pain A, Lu M, Harper D, Lindsay R,
Hauser H, James K, Quiles M, Babu M, Saito T, Buchrieser C,
Wardroper A, Felder M, Thangavelu M, Johnson D, Knights A,
Loulseged H, Mungall K, Oliver K, Price C, Quail MA, Urushihara H,
Hernandez J, Rabbinowitsch E, Steffen D, Sanders M, Ma J, Kohara Y,
Sharp S, Simmonds M, Spiegler S, Tivey A, Sugano S, White B, Walker
D, Woodward J, Winckler T, Tanaka Y, Shaulsky G, Schleicher M,
Weinstock G, Rosenthal A, Cox EC, Chisholm RL, Gibbs R, Loomis
WF, Platzer M, Kay RR, Williams J, Dear PH, Noegel AA, Barrell B,
Kuspa A: The genome of the social amoeba Dictyostelium dis-
coideum.  Nature 2005, 435:43-57.
3. Manahan CL, Iglesias PA, Long Y, Devreotes PN: Chemoattractant
signaling in Dictyostelium discoideum.  Annu Rev Cell Dev Biol 2004,
20:223-253.
4. Hadwiger JA, Lee S, Firtel RA: The G alpha subunit G alpha 4
couples to pterin receptors and identifies a signaling path-
way that is essential for multicellular development in Dicty-
ostelium.  Proc Natl Acad Sci USA 1994, 91:10566-10570.
5. Roisin-Bouffay C, Jang W, Caprette DR, Gomer RH: A precise
group size in Dictyostelium is generated by a cell-counting
factor modulating cell-cell adhesion.  Mol Cell 2000, 6:953-959.
6. Glöckner G, Eichinger L, Szafranski K, Pachebat JA, Bankier AT, Dear
PH, Lehmann R, Baumgart C, Parra G, Abril JF, Guigo R, Kumpf K,
Tunggal B, Cox E, Quail MA, Platzer M, Rosenthal A, Noegel AA, Dic-
tyostelium Genome Sequencing Consortium: Sequence and analy-
sis of chromosome 2 of Dictyostelium discoideum.  Nature 2002,
418:79-85.
7. Prabhu Y, Eichinger L: The Dictyostelium repertoire of seven
transmembrane domain receptors.  Eur J Cell Biol 2006,
85:937-946.
8. Pin JP, Galvez T, Prezeau L: Evolution, structure, and activation
mechanism of family 3/C G-protein-coupled receptors.  Phar-
macol Ther 2003, 98:325-354.
9. Anjard C, Loomis WF: GABA induces terminal differentiation
of  Dictyostelium  through a GABAB receptor.  Development
2006, 133:2253-2261.
10. Taniura H, Sanada N, Kuramoto N, Yoneda Y: A metabotropic
glutamate receptor family gene in Dictyostelium discoideum.
J Biol Chem 2006, 281:12336-12343.
11. Felder CB, Graul RC, Lee AY, Merkle HP, Sadee W: The Venus fly-
trap of periplasmic binding proteins: an ancient protein
module present in multiple drug receptors.  AAPS Pharm Sci
1999, 1:E2.
12. Acher FC, Bertrand H-O: Amino acid recognition by Venus fly-
trap domains is encoded in an 8-residue motif.  Biopolymers
2005, 80:357-366.
13. Döring V, Veretout F, Albrecht R, Mühlbauer B, Schlatterer C, Sch-
leicher M, Noegel AA: The in vivo role of annexin VII (synexin):
characterization of an annexin VII deficient Dictyostelium
mutant indicates an involvement in Ca2+ regulated proc-
esses.  J Cell Sci 1995, 108:2065-2076.
14. Marko M, Prabhu Y, Müller R, Blau-Wasser R, Schleicher M, Noegel
AA:  The annexins of Dictyostelium.  Eur J Cell Biol 2006,
85:1011-1022.
15. Rivero F, Kuspa A, Brokamp R, Matzner M, Noegel AA: Interaptin,
an actin-binding protein of the alpha-actinin superfamily in
Dictyostelium discoideum, is developmentally and cAMP-reg-Publish with BioMed Central    and   every 
scientist can read your work free of charge
"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published  immediately upon acceptance
cited in PubMed and archived on PubMed Central 
yours — you keep the copyright
Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp
BioMedcentral
BMC Developmental Biology 2007, 7:44 http://www.biomedcentral.com/1471-213X/7/44
Page 14 of 14
(page number not for citation purposes)
ulated and associates with intracellular membrane compart-
ments.  J Cell Biol 1998, 142:735-750.
16. Jenne N, Rauchenberger R, Hacker U, Kast T, Maniak M: Targeted
gene  disruption reveals a role for vacuolin B in the late endo-
cytic pathway and  exocytosis.  J Cell Sci 1998, 111:61-70.
17. Neuhaus EM, Almer W, Soldati T: Morphology and dynamics of
the endocytic pathway in Dictyostelium discoideum.  Mol Biol
Cell 2002, 13:1390-1407.
18. Rauchenberger R, Hacker U, Murphy J, Niewöhner J, Maniak M:
Coronin and vacuolin identify consecutive stages of a late,
actin-coated endocytic compartment in Dictyostelium.  Curr
Biol 1997, 7:215-218.
19. Strmecki L, Greene DM, Pears CJ: Developmental decisions in
Dictyostelium discoideum.  Dev Biol 2005, 284:25-36.
20. Brar SK, Siu CH: Characterization of the cell adhesion mole-
cue gp24 in Dictyostelium discoideum. Mediation of cell-cell
adhesion via a Ca(2+)-dependent mechanism.  J Biol Chem
1993, 268:24902-24909.
21. Wong EF, Brar SK, Sesaki H, Yang C, Siu CH: Molecular cloning
and characterization of DdCAD-1, a Ca2+-dependent cell-
cell adhesion molecule, in Dictyostelium discoideum.  J Biol
Chem 1996, 271:16399-16408.
22. Noegel A, Gerisch G, Stadler J, Westphal M: Complete sequence
and transcript regulation of a cell adhesion protein from
aggregating Dictyostelium cells.  EMBO J 1986, 5:1473-1476.
23. Siu CH, Lam TY, Choi AH: Inhibition of cell-cell binding at the
aggregation stage of Dictyostelium discoideum development
by monoclonal antibodies directed against an 80,000-dalton
surface glycoprotein.  J Biol Chem 1985, 260:16030-16036.
24. Gao EN, Shier P, Siu CH: Purification and partial characteriza-
tion of a cell adhesion molecule (gp150) involved in postag-
gregation stage cell-cell binding in Dictyostelium discoideum.
J Biol Chem 1992, 267:9409-9415.
25. Wang J, Hou L, Awrey D, Loomis WF, Firtel RA, Siu CH: The mem-
brane glycoprotein gp150 is encoded by the lagC gene and
mediates cell-cell adhesion by heterophilic binding during
Dictyostelium development.  Dev Biol 2000, 227:734-745.
26. Early A, Gaskell MJ, Traynor D, Williams JG: Two distinct popula-
tions of prestalk cells within the tip of the migratory Dictyos-
telium slug with differing fates at culmination.  Development
1993, 118:353-362.
27. Dormann D, Weijer CJ: Propagating chemoattractant waves
coordinate periodic cell movement in Dictyostelium  slugs.
Development 2001, 128:4535-4543.
28. Chisholm RL, Firtel RA: Insights into morphogenesis from a
simple developmental system.  Nat Rev Mol Cell Biol 2004,
7:531-541.
29. Escalante R, Sastre L: A Serum Response Factor homolog is
required for spore differentiation in Dictyostelium.  Develop-
ment 1998, 125:3801-3808.
30. Chang WT, Thomason PA, Gross JD, Newell PC: Evidence that the
RdeA protein is a component of a multistep phosphorelay
modulating rate of development in Dictyostelium.  EMBO J
1998, 17:2809-2816.
31. Anjard C, Chang WT, Gross J, Nellen W: Production and activity
of spore differentiation factors (SDFs) in Dictyostelium.  Devel-
opment 1998, 125:4067-4075.
32. Anjard C, Loomis WF: Peptide signaling during terminal differ-
entiation of Dictyostelium.  P r o c  N a t l  A c a d  S c i  U S A  2005,
102:7607-7611.
33. Williams JG, Noegel AA, Eichinger L: Manifestations of multicel-
lularity: Dictyostelium reports in.  Trends Genet 2005, 21:392-398.
34. Sukumaran S, Brown JM, Firtel RA, McNally JG: lagC-null and gbf-
null cells define key steps in the morphogenesis of Dictyostel-
ium mounds.  Dev Biol 1998, 200:16-26.
35. Abe K, Yanagisawa K: A new class of rapidly developing
mutants in Dictyostelium discoideum: implications for cyclic
AMP metabolism and cell differentiation.  Dev Biol 1983,
95:200-210.
36. Thompson CR, Kay RR: The role of DIF-1 signaling in Dictyos-
telium development. The role of DIF-1 signaling in Dictyostel-
ium development.  Mol Cell 2000, 6:1509-1514.
37. Huang E, Blagg SL, Keller T, Katoh M, Shaulsky G, Thompson CR:
bZIP transcription factor interactions regulate DIF
responses in Dictyostelium.  Development 2006, 133:449-458.
38. Zhukovskaya NV, Fukuzawa M, Yamada Y, Araki T, Williams JG: The
Dictyostelium bZIP transcription factor DimB regulates pre-
stalk-specific gene expression.  Development 2006, 133:439-448.
39. Osherov N, Wang N, Loomis WF: Precocious sporulation and
developmental lethality in yelA null mutants of Dictyostel-
ium.  Dev Genet 1997, 20:307-319.
40. Thomason PA, Traynor D, Stock JB, Kay RR: The RdeA-RegA sys-
tem, a eukaryotic phospho-relay controlling cAMP break-
down.  J Biol Chem 1999, 274:27379-27384.
41. Thomason PA, Traynor D, Cavet G, Chang WT, Harwood AJ, Kay
RR: An intersection of the cAMP/PKA and two-component
signal transduction systems in Dictyostelium.  EMBO J 1998,
17:2838-2845.
42. Simon MN, Pelegrini O, Veron M, Kay RR: Mutation of protein
kinase A causes heterochronic development of Dictyostel-
ium.  Nature 1992, 356:171-172.
43. Kikuchi H, Saito Y, Komiya J, Takaya Y, Honma S, Nakahata N, Ito A,
Oshima Y: Furanodictine A and B: amino sugar analogues pro-
duced by cellular slime mold Dictyostelium discoideum show-
ing neuronal differentiation activity.  J Org Chem 2001,
66:6982-6987.
44. Maeda Y, Kikuchi H, Sasaki K, Amagai A, Sekiya J, Takaya Y, Oshima
Y: Multiple activities of a novel substance, dictyopyrone C
isolated from Dictyostelium discoideum, in cellular growth
and differentiation.  Protoplasma 2003, 221:185-892.
45. Witke W, Nellen W, Noegel A: Homologous recombination in
the Dictyostelium α-actinin leads to an altered mRNA and
lack of the protein.  EMBO J 1987, 6:4143-4148.
46. Primer3 (v. 0.3.0)Pick primers from a DNA sequence   [http:/
/frodo.wi.mit.edu/cgi-bin/primer3/primer3_www.cgi]
47. Khurana B, Khurana T, Khaire N, Noegel AA: Functions of LIM
proteins in cell polarity and chemotactic motility.  EMBO J
2002, 21:5331-5342.
48. Wallraff E, Wallraff HG: Migration and bidirectional phototaxis
in Dictyostelium discoideum slugs lacking the actin cross-link-
ing 120 kDa gelation factor.  J Exp Biol 1997, 200:3213-3220.
49. Ennis HL, Sussman M: Mutants of Dictyostelium discoideum
defective in spore germination.  J Bacteriol 1975, 124:62-64.
50. Dingermann T, Reindl N, Werner H, Hildebrandt M, Nellen W, Har-
wood A, Williams J, Nerke K: Optimization and in situ detection
of Escherichia coli beta-galactosidase gene expression in Dic-
tyostelium discoideum.  Gene 1989, 85:353-362.
51. Conserved Domain Database   [http://www.ncbi.nlm.nih.gov/
Structure/cdd/cdd.shtml]
52. SMART   [http://smart.embl-heidelberg.de]
53. TMpred – Prediction of Transmembrane Regions andOrien-
tation   [http://www.ch.embnet.org/software/TMPRED_form.html]
54. Faix J, Gerisch G, Noegel AA: Overexpression of the csA cell
adhesion molecule under its own cAMP-regulated promoter
impairs morphogenesis in Dictyostelium.  J Cell Sci 1992,
102:203-214.
55. Gottwald U, Brokamp R, Karakesisoglou I, Schleicher M, Noegel AA:
Identification of a cyclase associated protein (CAP) homo-
logue in D. discoideum and characterization of its interaction
with actin.  Mol Biol Cell 1996, 7:261-272.